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:: :: ::. * .*: : .. : : : Figure S1 . Alignment of the amino acid sequences of PutP of E. coli and H. pylori and SGLT of V. parahaemolyticus (vSGLT). The alignment was performed with the complete amino acid sequences of the transporters using CLUSTAL OMEGA [1] followed by manual adjustment. The location of the TMs of the 10 helix core (TMs 2 to 11 of vSGLT and PutP) is highlighted in yellow. TM boundaries are assigned based on the structure of vSGLT [2] . (red) apolar; (green) polar; (blue) negatively charged (purple) positively charged amino acids. 
